ABSTRACT Humans have been found to harbor livestock-associated methicillin-resistant Staphylococcus aureus (LA-MRSA) isolates. LA-MRSA isolates are considered adapted to colonizing livestock and less pathogenic in humans than their hospital-and community-acquired counterparts. Here, we present nine LA-MRSA sequence type 5 isolates from veterinarians with long-term swine contact.
M
ethicillin-resistant Staphylococcus aureus (MRSA) is found as a component of the nasal microbiota of 1.5% of the U.S. population (1) , and colonization can be transient or persistent (2) . MRSA isolates are classified, based on their source, into hospital acquired (HA-MRSA), community acquired (CA-MRSA), and livestock associated (LA-MRSA). LA-MRSA isolates are considered less pathogenic than HA-or CA-MRSA isolates and are thought to be adapted to colonize livestock species (3); however, LA-MRSA has been isolated from humans with swine contact, and there are reports of disease associated with multilocus sequence type 398 (ST398) isolates (4) . Although ST398 MRSA is the most prevalent genotype in European swine (5), the ST5 and ST9 genotypes also occur in swine in the United States (6) . Potential animal reservoirs of LA-MRSA ST5 raise particular concerns due to the prominence and pathogenicity of this lineage among hospital-and community-acquired infections globally (7) . The clinical significance of MRSA ST5 is primarily attributed to the capacity of these isolates to acquire mobile genetic elements encoding virulence factors and resistance to antibiotics (7) . The evaluation of genome sequence data from LA-MRSA ST5 isolates obtained from humans is important to determining the capacity of LA-MRSA ST5 isolates to colonize and cause disease in people.
Here, we present the draft genome sequence of nine LA-MRSA ST5 isolates obtained from the University of Minnesota (MN 1, MN 2, MN 3, MN 4, MN 5, MN 6, MN 7, MN 38, and MN 50). They were isolated from swine veterinarians who had long-term contact with pigs. Total genomic DNA was extracted with the High Pure Template preparation kit (Roche Applied Science, Indianapolis, IN, USA) after overnight growth in Trypticase soy broth (BD Biosciences, Sparks, MD, USA).
DNA sequencing was performed on the Illumina MiSeq platform (Illumina, San Diego, CA, USA). Indexed libraries were produced using the Nextera XT DNA sample preparation and index kits (Illumina). The libraries were pooled, and the MiSeq V2 500-cycle reagent kit was used with an Illumina MiSeq instrument (Illumina) generating 2 ϫ 250-bp paired-end reads.
Assembly .41ϫ), MN 6 (64.26ϫ), MN 7 (59.56ϫ), MN 38 (28.24ϫ) , and MN 50 (24.95ϫ). For contigs to be included in the assembly, they had to be Ͼ1,500 bp in length and the coverage had to be more than two-thirds the average coverage of the genome. Repetitive elements identified by the assembler were only included in the assembly if the contig was Ͼ2,000 bp in length.
Accession number(s). Draft genome sequence data from this study have been deposited in DDBJ/ENA/GenBank under the following accession numbers: MN 1, LLBO00000000; MN 2, LLBP00000000; MN 3, LLBQ00000000; MN 4, LLBS00000000; MN 5, LLBT00000000; MN 6, LLBV00000000; MN 7, LLBW00000000; MN 38, LLBR00000000; and MN 50, LLBU00000000.
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